The ListiList server was searched for genes containing a minimum of two TTTT-N 5 -AAAA sites (allowing one mismatch/site) spaced 7-9 bp or 17-19 bp apart (1 or 2 helix turns, respectively) within 300 bp of upstream sequences. Accession numbers correspond to those given by the ListiList server http://genolist.pasteur.fr/ListiList/. Fold expression change is given for MogR-negative L. monocytogenes relative to wild-type. Candidate genes that were found by microarray analysis to be MogR-regulated (>3.5-fold, P < 0.01) are underlined with the fold expression change in bold. The position refers to the location of an upstream TTTT-N 5 -AAAA site relative to the translational start codon of the gene listed. The functions of the encoded proteins are indicated according to the EGD-e genome annotation where possible, and gene names with a non-lmo suffix are indicated in parentheses [1] . Fold change and P-values are derived from Rosetta Resolver analysis of microarray data generated under the conditions listed.
